10 30 50 

GTGAGATGGTGCTTTCATGAATTCCCCCAACAAGAGCCAAGCTCTCCATCTAGTGGACAG 

70 90 110 

GGAAGCmGCAGCAAACCTTCCCTTCACTACGAAACTTCATTGCTTGGCCCAAAAGAGAG 

130 150 170 

TTAATTCAATGTAGACATCTATGTAGGCAATTAAAAACCTATTGATGTATAAAACAGTTT 

190 210 230 

GCATTCATGGAGGGCAACTAAATACATTCTAGGACl^ 

250 270 290 

TGCACAGGGTGGAACAAGATGGATTATCAAGTGTCAAGTCCAATCTATGACATCAATTAT 

MDYQVSSPIYDIMY 

310 330 350 

TATACATCGGAGCCCTGCCCAAAAATC1UVTGTGAAGCAAATCGCAGCCCGCCTCCTGCCT 
Y T S E P C P K IHVKQ IAARLL P 

370 390 410 

CCGCTCTACTCACTGGTGTTCATCTTTC 

P L Y S L V F I F'GFVGNMLV I h I 

430 • 450 470 

CTGATAAACTCCCAAAGGCTGGAGAGC^TGACTGACATCTACCTGpTCAACCTGGCCATC 
ti I NC Q R Ij ESMTDIYL *LNLA I 

490 510 530 

TCTGACCTGTTTTTCCTTCTTACTGTCCCCTTCTGGGCTCACTATGCTGCCGCCCAGTGG 
SDLFFL LTVPFWAKYAAAQW 

550 570 590 

GACTTTGGAAATACAATGTGTCAACTCTTGACAGGGCTCTAT 

D F G NTM C QL I/TGIiYFIG FF S 
610 630 650 

GGAATCTTCTTCATCATCCTCCTGACAATCGATAGGTACCTGGCmTCGTCCATGCTGTG 

GIF FI I LrLTIDRYLAIVHAV 
670 690 710 

TTTGCTTTAAAAGCCAGGACGGTCACCTTTGGGGTC 

F A Xj k a r TVTFGVVTSVITWV 

730 750 770 

GTGGCTGTCTTTGCGTCTCTCCCAGGAATCATCT^ 

VAVFAS LPGIIFTRSQ KEGL 

790 * 810 830 

CATTACACCTGCAGCTCTCATTTTCCATACAGTCAGTATCAATTCTGGAAGAATTTCCAG 
KYTC S S H F PYS QYQ FWKNF Q 

850 870 890 

ACATTAAAGATAGTCATCTTGGGGCTGGTCCTGCCGCTGCTTGTCATGGTCATCTGCTAC 
TLKIVILGIiVIiPliLVMVICY 
910 930 950 

TCGGGAATCCTAAAAACTCTGCTTCGGTGTCGAAATGAGAAGAAGAGGCACAGGGCTGTG 
SGI LKTTLLRCRNEKKRHRAV 

970 990 1010 

AGGCTTATCTTCACCATCATGATTGTTTATTTTCTC 

R L I FTItf lVYFLFWAPYNIV 

1030 1050 1070 

CTTCTCCTGAACACCTTCCAGGAATTCTTTGGCCTGAATAATTGCAGTAGCTCTAACAGG 
PLLrNTFQEFFGIrNNCSSSNR 

1090 1110 1130 

TTGGACCAAGCTATGCAGGTGACAGAGACTCTTGGGATGACGCACTGCTGCATCAACCCC 
LDQAMQVTETLGMTHCCINP 

1150 1170 1190 

ATCATCTATGCCTTTGTCGGGGAGAAGTTCAGAAACTACCTCTTAGTCTTCTTpCAAAAG 
I IYAFVGEKFRNYLLV FFQK 

1210 1230 1250 

CACATTGCCAAACGCTTCTGCAAATGCTCTTCTATTTTCCAGCAAGAGGCTCCCGAGCGA 
H I A K R F C KCCS IFQQEAPE R 

1270 1290 1310 

GCAAGCTCAGTTTACACCCGATCCACTGGGGAGCAGGAAATATCTGTGGGCTTGTGACAC 
AS SVYT RSTGEQEISVGL* 

1330 1350 1370 

GGACTCAAGTGGGCTGGTGACCCAGTCAGAGTTGTGCACATGGCTTAGTTTTCATACACA 




GCCTGGGCTGGGGGTGGGGTGGAAGAGGTCTTTT 




Homology Comparison 
HDGNRlO.Pro x Hu. MCP-1 Receptor 



Percent Similarity: 82.991 Percent Identity: 70,088 



4 QVSSPIYDIl^YTSEPCPKIl^QIAMU^LPPLVSLVFIFGFVGNHDVIL 53 
: ..::|.:| : • U « I " I I I I ' I • I I I I I I I H I 1 I 1 1 H I I I t : I 
18 EEVTTFFDYDY. .GA^CHKFDVKQIGAQLlVPPLYSLVFIFGFVGimLVVL, 65 

54 IDINCQRI/ESMTDIYLLNIAISDLFFLLTVPFWAHYAAAQWDFGNTMCQL 103 

Hlll-:|-::!irilll!!liliMhhhl!l t|.*I ill-l M 

66 ILINCKKLKCDTDI YLLNLAI SDLLFLITIiPLWAHS AANEWVFGNAMCKL 115 
.104 LTGLiYFIGFFSGIFF I ILLTIDRYIjAI VHAVFALKARTVTFGVVTS VITW 153' 

Hill li:hll!SUiililii!li!!l!III!({illii!liil|[{ 

116 FTGLYHIGYFGGIFFIILLTIDRYIAr^^WALKARTVTFGVVTSVITW 165 

154 WAVFASLPGIIFTRSQKEGLHYTCSSHFPYSQYQFWKNFQTLKIVILGL 203 

OllilbillllhUil: : Uhh- 1111 
16 6 IrVAVFAS VPG 1 1 FTKCQKEDS VYVCGP YFPRG WNNFHTIMRNILGL 211 

204 VLPIAVWICYSGIIiKTLLRCRNE^ 253 

iiinMiuiiiiiiiniiiiiiiiHUhiiiiiiiiiiiMui 

212 VLPIjIjII^ICYSGILKTLLRCRNEKKRHRAVRV'XFTIMXVYFLFWTPYNI 261 
254 VI*LljNTFQEFFGI/lMCSSSNRLDQAMQVTETIiGMTHCCINPIIYAFVGEK 303 

himmim*rM^i!ii iiiiuiiiiiiiiiiiiiiiiii 

2 62 VILLNTFQEFFGIiSNCESTSQIiDQATQVTETLGMTHCCINPIIYAFVGEK 311 

* • • - . 

3 04 PRNYI/LVFFQKHIAKRFCKCCSIFQQBAPERASSVYTRS . . . TGEQEISV 3 50 

||..: : :|| |..: |s,. .| |.: . |, 

312 FRSI/FHIALGCRIA . PLQKPVCGGPGVRPGKNVKVTTQGLLDGRGKGKS I 360 

351 G 351 
I 

361 G 361 
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Figure 3 
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■ Hydrophflicfty Plot * Kyte-Doolittle 



I Hydrophobldty Plot - Hopp-Wooos 



■ Alpha, Amphipathic Regions - Eisenberg 

■ Beta, Amphipathic Regions - Eisenberg 
MUk — | Wh * Flexible Regions - Karptus-Schutz 



■ Antigenic Index - Jameson-Wolf 



U Surface Probability Plot - Emini 
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Anti-CCR 5 IDS VH Sequence 

1 CAGGTCCAGCTOCAGGAGTOjGGCaGAG 

1QVQLQE SGP GLVKP SETLS L 
61 ACETGCACTGTCTCTGGTGGCTOATCAGTAG^^ 

21TCTVSGGS ISSFYW SWIRQP 
121 GCCGGGAAGGGACIGGACTGGATTGGGCGTSI^^ 

41A GKGLDWIGR I YT SG NT NYN 
181 OcXilllX^MGA^ 

61PSLKSR VTMSVDTS KNR FSL 

241 AAACIG AGCTCTGTG ACC GOC GGG GAC ACXrCXX GTGTATTACTGTGCG AGA GATOGGGGC 
S^KLSSVTAADTAV YYCARDRG 



3(tl_AGCAGCT3GTACOCCGATGCTTITGATAlCTGGGG^ 
lOl S SWYPDAFDIWGQ GTMVTVS 

3611TCA 
121 S 

MtirCCR 5 1D8 VK Sequence 

MATATTGTOTIGAOTCATTCrCC^ 

lgD IVL THSPG TLSLSP GE RAT 

■A CDRl 

6yCPCTCCTGC AGGG(Jl?AGr(JA^ 

21L SCRASQRVT SSCLAWYQQK 

CPR? 



121 CCTGO£CAGGCT<XCAGGCTCCTC 
41PGQAPR LLIYGT SS RATGIP 

181 GACAGGTICAGl^GGCAGTGGGlXTGGGACAGAC'rrcACTCICA^ArcAGCAGAClGGAG 
61D RFSG SG SG TDFTLT I SR LE 

CPR3 



241 CCTGAAGATTTrGCAGTGTATmCTGTCAGGAGTATGlTAG^ 
81 P E DFA VYYCQQYVS SPLTFG 

301 CAAGGGACACGACICGAGATCAAAOGT 
101 Q GTRLEIKR 



PIG). 4 



Anti - CCR5 3C9 VH 

1 GAG GTG CAG CTG GTG GAG TCT GGG GGA GGC TTG GTA AAG TCT GGG GGG TCC CTT AGA CTC 60 
1EVQLVESGGGLV KSGGSLRL20 

CDR1 

61 TCC TGT GCA GCC TCC GGA TTC ACT TTC AGT AA(J UUU TUU A'l'U ACC TGG GTC CGC CAG GCT 120 
21SCAASGFTF SNAWMTWVRQA 40 

CDR2 

121 CCA GGG AAG AGG CTG GAG TGG GTT GGC (JUT SIT AAA AUl! AA'l 1 GCT (JAT (JUT (J(J(JT(JA ACA 180 

41PGKRLEWVGRIKSNADGGST60 



181 UA(J TSC (JcT (JcA cYJc" aTc" AAA U<Jc aga ttc acc atc tca aga gat gat tca aaa aac acg 240 

61DYAAPVKGRFT ISRDDS KNT80 



tl 241 CTG TAT CTG CAA ATG AAC AGC CTG AAA ACC GAG GAC ACA GCC GTG TAT TAC TGT AAC ACA 300 
tj 81 L Y L QMNSLKTEDT AVYYCNT100 

S CDR3 

H 301 GAT AAG GGT GGG AGC TAC CCC TAC TAC TAC TAC GGT ATG GAC GTC TGG GGC CAA GGG ACC 360 
11 101 D KG G SY PYYYY GM DVWGQ G T120 

I" 361 ACG GTC ACC GTC TCC TCA G 379 
« 121 T V TVS S 127 

fS Anti-CCR5 3C9 VK 

|S 1 GAC ATC CAG ATG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC AGA GTC ACC 60 
|S 1DIQMTQSPS SLS ASVGDRVT 20 

CDR1 

61 ATC ACT TGC CGG GCA AGT CAG GGC ATT AGA AAT GAT TTA GGC TGG TAT CAG CAG AAA CCA 120 
21ITCRASQG IRNDLGWYQQKP 40 

CDR2 

121 GGG AAA GCC CCT AAG CGC CTG ATC TA'1 J UAT WJA TCC A(AT TTC OAA A(iT GGG GTC CCA TCA 180 

41 G KAPKRLIYDASSLQSGVPS 60 



181 AGG TTC AGC GGC AGT GGA TCT GGG ACA GAA TTC ACT CTC ACA ATC AGC AGC CTG CAG CCT 240 

61R FSGSGSGTEFTLTI SSLQP 80 

CDR3 

241 GAA GAT TTT GCA ACT TAT TAC TGT CTA CAG CAT AAT AGT TAC CCA TTC ACT TTC GGC CCT 300 

81 E DF A TYYC L QHN SY P FTFG P 100 



301 GGG ACC AAA GTG GAT ATC AAA CGA 324 
101 G T K V D I K R 108 




I i 

Anti-CCR5 9E6VH 

1 GAG GTG CAG CTG GTG GAG TCT GGC CCA GGA CTG GTG AAG CCT TCG GAG ACC CTG TCC CTC 60 
1EV QLVESGPGLV KPSE TLSL20 

CDR1 

61 ACC TGC ACT GTC TCT GGT GGC TCC ATC AGT AUT TAu TAU TUU AUc TGG ATC CGG CAG CCC 120 
21T CTVSGGSISS YYWSWIRQP 40 

CDR2 

121 CCA GGG AAG GGA CTG GAG TGG ATT GGG TAT ATd tAT TAd AGT 6g6 AGC Atic AAC" TAc AAC 180 
41PGKGLEWIGY IYYSGS TNYN60 



CTG 240 
L 80 



181 CCC TCC CTC AAG AGT CGA GTC ACC ATA TCA GTA GAC ACG TCC AAG AAC CAG TTC TCC 
61 P S L K SR V T I SV D T S KN QFS 

; a 

24| AAG CTG AGC TCT GTG ACC GCT GCG GAC ACG GCC GTG TAT TAC TGT GCG AG A GAT (j ' l ' c ATG 300 
81gK L S SV T A A DT AV YYC A RDVM100 

CDR3 

30i,vio lau ui a cuG ggT TSC TAU TA<J TAc" TAU CgT ATg gAc UTc tgg ggc caa gga acc 360 

10gQ QPVRGYYYYY GMDVWGQG T 120 

s 

361*CTG GTC ACC GTC TCC TCA 378 
12f3L V T V S S 126 
Anti -CCR5 9E6 VK 

1 GAA ATT GTG TTG ACG CAG TCT CCA GGC ACC CTG TCT TTG TCT CCA GGG GAA AGA GTC ACC 60 
l: W IVLTQSPG TLSLSPGERVT20 

O 

pll CDR1 
61 CTC TCC TGC AUG GCC AGT CAG AGA GTT AGC AAC AGC TAC TTA GCC TGG TAC CAG CAG AAA 120 
21 LS CR A SQ RVS N S YLAWY QQK40 

CDR2 

121 CCT GGC CAG GCT CCC AGG TTC CTC ATC TAT uGl 1 G1A TCC AGd AuG UCC ACT GGC ATC CCA 180 
"41PGQAP RF L IYGVS S R A TGI P 60 

181 GAC AGG TTC AGT GGC AGT GGG TCT GGG ACA GAC TTC ACT CTC ACC ATC AGC AGA CTG GAG 240 
61 D R F S GS GS GTDFTLTI SRLE80 

CDR3 

241 CCT GAA GAT TTT GCA GTG TAT TAC TGT (JAG <JAii TAT UgT AgT TCA (JcU >im AcG TTC GGC 300 

81 P E °F AV YYC Q QYGS S PWTFG 100 



301 CAA GGG ACC AAG GTG GAA ATC AAA CGA 327 
101 Q G T K V E I K R 109 



